An algorithm for comparing multiple RNA secondary structures.
A new distributed computational procedure is presented for rapidly determining the similarity of multiple conformations of RNA secondary structures. A data abstraction scheme is utilized to reduce the quantity of data that must be handled to determine the degree of similarity among multiple structures. The method has been used to compare 200 structures with easy visualization of both those structures and substructures that are similar and those that are vastly different. It has the capability of processing many more conformations as a function of research requirements. The algorithm is described as well as some suggestions for future uses and extensions.